. Starting a new project in visGReMLIN. There are 3 options for the user to provide the dataset of protein-ligand complexes similar to the reference PDB id to be analyzed: a) Let our tool to automatically search on PDB for these complexes, by selecting an alignment method and an identity percentage; b) Enter a dataset of previously selected complexes manually (type or copy and paste); c) Upload users own complexes in PDB format (structures that are not deposited in PDB).
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